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Figure S3. Characterization of FTO expression and m°A peaks. a Analysis of m®A peak read
accounts. Left, enrichment fold difference was calculated by the total read counts across all peaks
in input and IP, and then normalized by total mappable reads for each library; middle and right,
plot distribution of log, change of enrichment across m®A peaks from parental to resistant (middle)
or from resistant to reacquired sensitivity to nilotinib (right). The average log.-transformed
normalized signal for the duplicated m®A-seq was used to generate a histogram of read counts
values. b The eluted mRNA from anti-m®A immunoprecipitates in parental and resistant cells was
subjected to cDNA synthesis followed by gPCR for gene expression using primers outside m°A

motifs. ¢ gPCR of parental and resistant cells for FTO expression. d Metagene plots of differential
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mOA peaks across groups. Left, differential peaks (both increased and decreased) of Parental-to-
Nilo comparison and Nilo-to-Release comparison; right, peaks showing the decreased enrichment
from Parental-to-Nilo comparison.

Nilo, NilotinibR; Release, reacquired sensitivity.



